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PATENT APPLICATION : US/09/273,9 57 TIME: 13:29:26 
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3 <110> APPLICANT: Wang, Huaming 

4 Wang, Cynthia C. 

5 Amory, Antolne 

6 Dhaese, Patrick 

7 Lambrechts-Rongvaux, Annick 

9 <120> TITLE OF INVENTION: Novel Phenol Oxidizing Enzyme Enzymes 
..ll'<130> FILE REFERENCE: C.C477C1 

13 <140> CURRENT APPLICATION NUMBER: US 09/273,957 

14 <141> CURRENT FILING DATE: 1999-03-22 
16 <160> NUMBER OF SEQ ID NOS : 14 

18 <170> SOFTWARE: Fa st SEQ for Windows Version 3.0 

20 <210> SEQ ID NO: 1 

21 <211> LENGTH: 1791 

22 <212> TYPE: DNA 

23 <213> ORGANISM: SLachybotrys chartarium 

25 <400> SEQUENCE: 1 

26 gtcaatatgc tgttcaagtc atggcaactg gcagcagcct ccgggctcct gtctggagtc 60 

27 ctcggcatcc cgatggacac cggcagccac cccattgagg ctgttgatcc cgaagtgaag 120 

28 actzgaggtct tcgctgactc cctccttgct gcagcaggcg atgacgact:g ggagtcacct 180 

29 ccatacaact tgctttacag gaaUgccctg ccaattccac ctgtcaagca gcccaagatg 240 

30 atcattacca accctgtcac cggcaaggac atttggtact atgagatcga gatcaagcca 300 

31 tttcagcaaa ggatttaccc caccttgcgc cctgccactc tcgtcggcta cgatggcatg 360 

32 agccctggtc ctactttcaa tgtticccaga ggaacagaga ctgtagttag gttcaLcaac 420 

33 aatgccaccg tggagaaclc ggtccatctig cacggctccc catcgcgtgc ccctttcgat 480 

34 ggttgggctg aagatgtgac cttccctggc gagtacaagg attactactt tcccaactac 540 

35 caatccgccc gccttctgtg gtaccatgac cacgctttca tgaagactgc tgagaatgcc 600 

36 tactttggtc aggctggcgc ctacattatc aacgacgagg ctgaggatgc tctcggtctt 660 

37 cctagtggct atggcgagtit cgatzatccct ctgatcctga cggccaagta ctataacgcc 720 

38 gatggtaccc tgcgttcgac cgagggtgag gaccaggacc tgtggggaga tgtcatccat 780 

39 gtcaacggac agccatggcc tttccttaac gtccagcccc gcaagtaccg tttccgattc 840 

40 ctcaacgctg ccgtgtctcg tgctitggctc ctctacctcg tcaggaccag ctctcccaac 900 

41 gtcagaattc ctttccaagt cattigcctct gatgctggtic tccttoaagc ccccgttcag 960 

42 acctctaacc tctaccttgc tgttgccgag cgttacgaga tcattattga cttcaccaac 1020 

43 tttgctggcc agactcttga cctgcgcaac gttgctgaga ccaacgatgt cggcgacgag 1080 

44 gatgagtacg ctcgcactct cgaggtgatg cgcttcgtcg tcagctctgg cactgttgag 1140 

45 gacaacagcc aggtcccctc cactctccgt gacgttcctt tccctcctca caaggaaggc 1200 
4 6 cccgccgaca agcacttcaa gUttgaacgc agcaacggac acLacctgat caacgatgtt 1260 

47 ggctttgccg atgtcaatga gcgtgtcctg gccaagcccg agctcggcac cgttgaggtc 1320 

48 tgggagctcg agaactcctc tggaggctgg agccaccccg tccacattca ccttgttgac 1380 

49 ttcaagaLcc tcaagcgaac tggtggtcgt ggccaggtca tgccctacga gtctgctggt 1440 

50 cttaaggatg tcgtctggtt gggcaggggt gagaccctga ccatcgaggc ccactaccaa 1500 

51 ccctggactg gagcttacat gtggcactgt cacaacctca ttcacgagga taacgacalg 1560 

52 atggctgtat tcaacgtcac cgccatggag gagaagggat atcttcagga ggacttcgag 1620 

53 gaccccatga accccaagtg gcgcgccgtt ccLtacaacc gcaacgactt ccatgctcgc 1680 

54 gctggaaact tctccgccga gtccatcact gcccgagtgc aggagctggc cgagcaggag 1740 

55 ccgtacaacc gcctcgatga gatcctggag gatcttggaa tcgaggagta a 1791 
57 <210> SEQ ID NO: 2 
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58 <211> LENGTH: 594 

59 <212> TYPE: PRT 

60 <213> ORGANISM: Stachybotrys chartarum 
62 <400> SEQUENCE: 2 
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100 290 295 300 

101 Val He Ala Ser Asp Ala Gly Leu Leu Gin Ala Pro Val Gin Thr Ser 

102 305 310 315 320 

103 Asn Leu Tyr Leu Ala Val Ala Glu Arg Tyr Glu He He He Asp Phe 

104 325 330 335 

105 Thr Asn Phe Ala Gly Gin Thr Leu Asp Leu Arg Asn Val Ala Glu Thr 

106 340 34 5 350 

107 Asn Asp val Gly Asp Glu Asp Glu Tyr Ala Arg Thr Leu Glu Val Met 
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<210> SEQ 
<211> 
<212> 
<213> 
<400> 



TD NO: 3 
LENGTH: 367 7 
TYPE: DMA 

ORGANISM: Stachybotrys chartarum 
SEQUENCE': 3 
ctggctagcc tcacttggta gacagccctg acagcctcac 
agtcaatato ttggtcactg ctaatagttc cttgctacgc 
ggggcacaga ctatcaagtg agacatatag gatgcatgtc 
tggtgac^cta ctcgaagagg ccccgacttg catgeatacg 
atgtatgcgc acateggega 



ccttttgttt cttttccttt 
gtggtctgtt cacgaggtta 



tcaggcaccc tetgeatgea 
ctcaacgacg cgtgagcgtg 
ccatcgaact ctcttctttc 



gagttztagee cccatcacgg ctgtgaaatc cacttcgata 
tLcaatagtt gctcctgatg gggcactttg gtcacatt:gc 
tctcttccgc atcaagcctc tatgcccgac gacaacacct 
agcgcgcacg caccttcgcg ccgaaggagt tgataacacc 
ggagttttgg tctatttgtc atgatcacct cacattcact 
ggglgtggaa gccagaccag cttgtccctg ttcttgeaga 
ctatcacagc tcaggattat caagtcccgt aaagtccaya 



tggctggggg 
gcaaaaagct 
tttcatagee 
acatgtcget 
gaatagaacc 
gttaacttga 
ccaatcatga 
atcctagcct 
cttggttyct 
ca ttggcccg 
cttcaccctt 
agatcaegga 
ctcagg t;cag 
ccctttteat 



tegaaaggee 
ccttgccgaa 
acagttaggg 
tccatgcaac 
cccctgg ttt 
geaaggcega 
cctgcccccc 
agtgctactc 
cctacctcgt 
gaccactttg 
geccaatgat 
tcctggaaga 
ctcctagcgg 
tgtatgatgc 



60 
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240 
300 
360 
420 
480 
540 
600 
660 
720 
780 
840 
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160 tgcctaattt gcgctatctc tatyccgtag cagccgtctt ggctacaact ggctgccatg 

161 gctgaagcaL cgtgogatct ataaaggtct ccgaatcctc ggtgaagtca gaatcgtctc 

162 tccacaccag tcaacaacaa gcttctttct cttacagctt agcctgagca cattcacaga 

163 actcttccct tcttttcgtc aatatyctgt tcaagtcatg gcaactggca gcagcctccg 

164 ggctcctgtc tggagtcctc ggcatcccga tygacaccgy cagccacccc attgaggctg 

165 ttgatcccga agtgaagact gagytcttcg ctgactccct ccttgctgca gcaggcgatg 

166 acgacLggga gtcacctcca tacaacttgc tttacagytg agacacctyt cccacctgtt 
16 7 ttccctcgat aactaactct tataygaatg ccctyccaat tccacctgtc aagcagccca 

168 agatgtatgt ctttgatttt ctacyaayca actcygcccc gactaatgta ttctaggatc 

169 attaccaacc ctgtcaccgg caaggacatt tggtactatg agatcgagat caagccattt 

170 cagcaaaggg tgagtttgct. cagaaacctt gtggtaatta atcattgtta ctgacccttt 

171 cagatttacc ccaccttgcg ccctgccact ctcgtcggct acgatggcat gagccctggt 

172 cctactttca atgttcccag aggaacagag actgtagtta ggttcatcaa caatgccacc 

173 gtggagaact cggtccatct gcacggctcc ccatogcytg cccctttcga tygttgggct 

174 gaagatgtga ccttccctgg cgagtacaag gattactact ttcccaacta ccaatccgcc 

175 cgccttctgt ggtaccatga ccacgotttc atgaaggtat gctacyagcc tttatctttc 

176 ttgyctacct ttggctaacc aacttccttt cgtayactgc tgagaatgcc Lactttgytc 

177 aggctggcgc ctacattatc aacgacgagg ctgaggatgc tctcggtctt cctagtggct 
.178 atggcgagtt cgatatccct ctgatcctga cggccaagta ctataacycc gatggtaccc 

179 tgcgttcgac cgagggtgag gaccaggacc tgtggggaga tgtcatccat ytcaacggac 

180 ayccatggcc tttccttaac gtccagcccc gcaagtaccg tttccgattc ctcaacgctg 

181 ccgtgtcticg tgcttggctc ctctacctcg tcaggaccag ctctcccaac gtcagaat.tc 

182 ctttccaagt cattgcctct gatgctggtc tccttcaagc ccccgttcag acctctaacc 

183 tctaccttyc tgttgccgag cgttacgaya tcattattgg tatgccctcc cctctcacga 

184 atgagtcaag aactctaaga ctaacacttg tagacttcac caactttgct ggccagactc 

185 ttgacctgcg caacgttgct gagaccaacg atgtcggcga cgaggatgag tacgctcgca 

186 ctctcgaggt gatgcgcttc gtcgtcagct ctggcactgt tgaggacaac agccaggtcc 

187 cctccactct ccgtgacgtt cctttccctc ctcacaayga aggccccgcc gacaagcact 

188 tcaagtttga acgcagcaac gyacactacc tgatcaacga tgttggcttt gcogatgtca 

189 atgagcgLgt cctggccaag cccgagctcg gcaccgttga ggtctgggag ctcgagaact 

190 cctctggagg ctggagccac cccgtccaca ttcaccttgt tgacttcaag atcctcaagc 

191 gaactggtgg tcgtggccag gtcatgccct acgagtctqc tggtcttaag gatgtcgtct 

192 ggttgggcag gygtgagacc ctgaccatcg aggcccacta ccaaccctgg actggagctt 

193 acatgtggca ctgtcacaac ctcattcacg aggataacga catgatggct gtattcaacg 

194 tcaccgccat ggaggagaag ggatatct:tc aggaggactt cgaggacccc atgaacccca 

195 agtgg'cgcgc cgttccttac aaccgcaacg acttccatgc tcgcgctgga aacttctccg 

196 ccgagtccat cactgcccga gtgcaggagc tggccgagca ggagccgtac aaccgcctcg 

197 atgagatcct ggaggatctt ggaatcgagg agtaaacccc gagccacaag ctctacaatc 

198 g ttt.t;gagtc ttaagacgag gctcttggtg cgtattcttt tcttccctac ggggaacLcc 

199 gctgtccact gcgatgtgaa ggaccatcac aaagcaacgt atatattgga ctcaccactg 

200 tcattaccgc ccacttgtac ctattcgatt cttgttcaaa cttttctagt gcgagagtgt 

201 ccatagtcaa gaaacgccca tagggctatc gtctaaactg aactattgtg tggtctgtga 

202 cgtggagtiag atgtcaattg tgatgagaca cagtaaatac ggtatatctt ttcctaggac 

203 tacaggatca gtttctcatg agatt;acatc cgtctaatgt ttgtccatga gagtywagct 

204 aaggttgaga atgcatcaga cggaatcatt tgatgctctc agctcgtatt accgatgtaa 

205 gacaagttag gtaayttyct tgytatccga aaatgactca ggctccctca ttaggttgca 

206 tgtgaaaacc ttcagcaact catgggtgtt gggaccaaat catccatacc tgattttgat 

207 aactgacctg ggtcaat 
209 <210> SEO ID NO: 4 
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210 <211> LENGTH: 572 

211 <2I2> TYPE: PRT 

212 <213> ORGANISM: Myrothecium Verracari.a 
214 <4 00> SEQUENCE: 4 
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155 










160 


235 


Pro 


Asn 


Arq 


Gin 


Ser 


Ala 


Arq 


Thr 


Leu 


Trp 


Tyr 


His 


Asp 


His 


Ala 


Met 


236 










165 










170 










17 5 




2 37 


H i.s 


lie 


Thr 


Ala 


Glu 


Asn 


Ala 


Tyr 


Arg 


Gly 


Gin 


Ala 


Gly 


Leu 


Tyr 


Met 


238 








180 










185 










190 






239 


Lou 


Thr 


Asd 


Pro 


Ala 


Glu 


Asp 


Ala 


Leu 


Asn 


Leu 


Pro 


Ser 


Gly 


Tyr 


Gly 


240 






195 










200 










205 








241 


Glu 


Plie 


Asp 


He 


Pro 


Met 


He 


Leu 


Thr 


Ser 


Lys 


Gin 


Tyr 


Thr 


Ala 


Asn 


242 




210 










215 










220 










24 3 


Gly 


Asn 


Leu 


Val 


Thr 


Thr 


Asn 


Gly 


Glu 


Leu 


Asn 


Ser 


Phe 


Trp 


Gly 


ASp 


244 


225 










230 










235 










24 0 


245 


Val 


He 


His 


Val 


Asn 


Gly 


Gin 


Pro 


Trp 


Pro 


Phe 


Lys 


Asn 


Val 


Glu 


Pro 


246 










245 










250 










255 




247 


Arg 


Lys 


Tyr 


Arg 


Phe 


Arg 


Phe 


Leu 


Asp 


Ala 


Ala 


Val 


Ser 


Arg 


Ser 


Phe 


24 8 








260 










265 










270 






249 


Gly 


Leu 


Tyr 


Phe 


Ala 


Asp 


Thr 


Asp 


Ala 


He 


Asp 


Thr 


Arg 


Leu 


Pro 


Phe 


250 






275 










280 










285 








251 


Lys 


Val 


He 


Ala 


Ser 


Asp 


Ser 


G.ly 


Leu 


Leu 


Glu 


His 


Pro 


Ala 


Asp 


Thr 


252 




290 










295 










300 










253 


Ser 


Leu 


Leu 


Tyr 


lie 


Ser 


Met 


Ala 


Glu 


Arg 


Tyr 


Glu 


val 


Val 


Phe 


Asp 


254 


305 










310 










315 










320 


255 


Phe 


Ser 


Asp 


Tyr 


Ala 


Gly 


Lys 


Thr 


He 


Glu 


Leu 


Arg 


Asn 


Leu 


Gly 


Gly 


256 










325 










330 










335 




257 


Ser 


He 


Gly 


Gly 


lie 


Gly 


Thr 


Asp 


Thr 


Asp 


Tyr 


Asp 


Asn 


Thr 


Asp 


Lys 


258 








340 










345 










350 






259 


val. 


Met 


Arg 


Phe 


Val 


Val 


Ala 


Asp 


Asp 


Thr 


Thr 


Gin 


Pro 


Asp 


Thr 


Ser 



Please Note: 

Use of n and/or Xaa have been detected in the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which presents at least one n or Xaa. 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/273,957 



DATE: 03/08/2001 
TIME: 13:29:27 



Input Set : 
Output Set: 



A:\GC4 7 7Cl-SEOLIST.txt 
N:\CRP3\03 082 001\I2 7 3957 .raw 



L: 419 M: 341 W 
L:446 M:341 W 
L:46l M:341 W 



(46) n n" or "Xaa" used, 
(46) "n" or "Xaa" used, 
(46) "n" or "Xaa" used, 



for SEQ IDS: 7 
for SEQ ID#:9 
for SEQ IDS : 10 
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